Diversity of bacterial communities derived from agricultural soil subject to the different fertilization conditions and sampled at the two time points T9 and T58.
Fig. S1B. Rarefaction analysis of the Shannon index
Saturation of the community diversity (Shannon diversity index H) stemming from the analysis of the sequences. Table S1 . Plant growth differences significance In the table, the results obtained from the ANOVA test done considering the three plant growth parameters in respect to the different treatments are reported. Proteobacteria  296  Actinobacteria  123  Firmicutes  110  Chloroflexi  66  Bacteroidetes  52  Acidobacteria  34  Verucomicrobia  34  Planctomycetes  33  Cyanobacteria  29  Gemmatimonadetes  16  Armatimonadetes  13  Chlorobi  11  TM7  9  WS3  8  Nitrospirae  7  Elusimicrobia  6  OD1  6  Spirochaetes  6  GN02  5  GN04  3  NKB19  3  OP3  3  TM6  3  Fibrobacteres  2  OP11  2  Tenericutes  2  Thermi  2  BRC1  1  Caldithrix  1  FCPU426  1  Fusobacteria  1  GAL15  1  Lentispherae  1  MVP21  1  Other  1  SR1  1  Synergistetes  1  Unclassified  1  Unclassified; Other  1  WPS2  1  WS2  1  WS4  1  WYO  1   Table S2 . Number of genera detected across all samples within each phylum. . In these boxes, the % of the taxon in the sample at day58 is shown, not the ratio. Table S3 . Genus level variation of taxa over time. The ratios between the presence percentage of each genus at day 58 and at day 9 are reported, and each box is coloured depending on the resulting value (from green, when the presence percentage of the genus is higher at day 58 than at day 9, to red, when the percentage of the genus is lower at day 58). Below the data a six-line summary table reports the number of genera which changed with each of the six ratio classes, using the corresponding background colour described in the legend.
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